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Abstract: Correlative control (influence of one organ over another organ) of seeds over maternal growth
is one of the most obvious phenotypic expressions of the trade-off between growth and reproduction.
However, the underlying molecular mechanisms are largely unknown. Here, we characterize the phys-
iological and molecular effects of correlative inhibition by seeds on Arabidopsis (Arabidopsis thaliana)
inflorescences, i.e. global proliferative arrest (GPA) during which all maternal growth ceases upon the
production of a given number of seeds. We observed transcriptional responses to growth- and branching-
inhibitory hormones, and low mitotic activity in meristems upon GPA, but found that meristems retain
their identity and proliferative potential. In shoot tissues, we detected the induction of stress- and
senescence-related gene expression upon fruit production and GPA, and a drop in chlorophyll levels, sug-
gestive of altered source-sink relationships between vegetative shoot and reproductive tissues. Levels of
shoot reactive oxygen species, however, strongly decreased upon GPA, a phenomenon that is associated
with bud dormancy in some perennials. Indeed, gene expression changes in arrested apical inflorescences
after fruit removal resembled changes observed in axillary buds following release from apical dominance.
This suggests that GPA represents a form of bud dormancy, and that dominance is gradually transferred
from growing inflorescences to maturing seeds, allowing offspring control over maternal resources, simul-
taneously restricting offspring number. This would provide a mechanistic explanation for the constraint
between offspring quality and quantity.
DOI: 10.1104/pp.15.01995
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Figure 2: Distinct transcriptomes of meristems and inflorescences before, 
during, and after GPA. (A)  An inflorescence photographed eight days after GPA and 
subsequent fruit removal. Newly developing fertile flowers with mature petals are visible, 
but develop only after several senescent floral buds (white arrows) emerge. (B) A 10 μM 
thin section of an arrested inflorescence (wild-type segregant). (C) Laser-assisted 
microdissection (LAM) of the meristematic region from the shoot apex. (D) 
Multidimensional scaling (using Euclidean distance) of Affymetrix GeneChip datasets 
taken either from inflorescences (left) or meristems isolated by LAM (right). 6 hrs, 24 hrs, 



































































Term Df denDF F.inc p-valueIntercept 1 38.9 8565 <0.001
Reproduc�on 1 38.2 0.8 0.373
Age 1 33.3 80.8 <0.001
Reproduc�on:
Age 1 32.5 16.7 <0.001
Figure 4: Signs of senescence upon fruit production in maternal tissues. (A) Heatmap 
showing the relative expression of previously identified senescence-associated genes in whole 
inflorescence and meristem samples. Expression values were scaled per row (z-score 
transformation); yellow values denote high expression and blue values denote low expression. 
Strongest expression of genes can generally found in arrested inflorescences. (B) Boxplot of 
relative chlorophyll levels (SPAD measurements) in cauline leaves of young (few fruits 
produced, left) and old (at the time of GPA of fertile plants, right) fertile and sterile plants. 
Measurements of 23 fertile (wild-type segregants) and 11 sterile (ms1-1/ms1-1) plants are 
shown. (C) ANOVA of a linear mixed model with SPAD measurements as explained variable, 
plant fertility (‘Reproduction’) and developmental stage (‘Age’) as fixed explanatory variables, 
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Figure 5: Growth inhibitory and stress-responsive gene expression increases but ROS levels decrease during GPA. (A) Heatmap showing 
the results of a GO-term and subsequent gene set enrichment analysis on genes found to be differentially expressed between arrested and growing or 
re-activated meristems. The gene set enrichment analysis determines the directionality of gene expression changes within selected GO terms: red colors 
indicate that genes within a term are up-regulated in arrested meristems, blue colors indicated that genes within a term are down-regulated. B and C: 
confocal imaging of growing (B) or arrested (C) shoot apices of the H1.3-GFP expression marker line. D-E: NBT-staining for superoxide in growing fertile 
(D) or arrested (E) inflorescences. F-G: Fluorescein staining for ROS in either growing fertile (F) or arrested (G) inflorescences. Only representative 
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Figure 6: Fruit- and GPA-induced changes resemble axillary bud dormancy. (A) Heatmap showing relative expression of genes either 
more highly expressed in dormant axillary buds (lower rows) or more highly expressed in activated axillary buds (upper rows), respectively. 
Genes are sorted according to log2-foldchanges reported by Tatematsu and colleagues (histogram on the left (Tatematsu et al., 2005)). Blue 
colors represent low, yellow colors represent high expression in our microarray dataset. (B) Results of a gene set enrichment analysis testing for 
directionality of expression changes in our meristem RNA-Seq dataset. The gene sets chosen are the groups of genes previously reported to be 
up- or down-regulated, respectively, in dormant compared to activated axillary buds (as also seen in A). The three different bars for each test 
represent different contrasts, e.g. contrasting meristems of arrested versus fertile growing plants, etc. Negative decadal logarithms are 
represented. (C) RNA-Seq normalized coverages across the AtDRM2 genic region in the four meristematic states. (D) Estimated expression 
differences of the AtDRM1 and AtDRM2 genes in fertile versus sterile plants at different stages of development (from “early”: first fertilized fruits 
emerging from the primary inflorescences to “late”: proliferative arrest; with n=3 for each time point and reproductive status). Average numbers 









Supplemental Figure 1: Heatmap representing expression of core cell cycle genes in 
growing whole inflorescences, and in arrested whole inflorescences at 0, 6, 24, 
and 48 hrs after fruit removal, respectively. Mean expression estimates, scaled 
across rows are shown, with blue denoting low expression and yellow denoting 




Supplemental Figure 2: Sample clustering of RNA-Seq dataset, based on top 1000 
most variable genes, log-transformed counts per million. Arrested meristems and 
























































































Supplemental Figure 3: Gene-sharing network of all tissues considered in this study. 
Node colors denote the seven different communities (i.e. subgroups of nodes within 
the network that are strongly interconnected) identified by a random walk algorithm. 
Edge colors denote the number of genes shared between two different nodes. Note: 
The connection between female gametophyte and root communities occurs through a 
“synergid”-“root xylem precursor” edge, maybe because these cell types share similar 
eventual fate of undergoing programmed cell death.  
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Supplemental Figure 4: Meristems retain identity throughout state transitions and 
respond differentially than whole inflorescences to GPA. (A) Normalized read 
coverage across the WUSCHEL genic region in our RNA-Seq meristem dataset. 
(B) Normalized read coverage across the SHOOTMERISTEMLESS genic region 
in our RNA-Seq meristem dataset. (C) Heatmap showing terms with most 
variable results of a GO-term enrichment analysis in our whole inflorescence 
nodes. Values were truncated to 10 (in cases the adjusted p-values were lower 
than 1e-10), and cells with higher values are indicated.  
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Supplemental Figure 5: GO- and Gene Set Enrichment Analysis on gene 
differentially expressed in growing and arrested meristems. Results from analyses 
from two different contrasts are shown, i.e. the contrast of fertile growing vs. 
arrested meristems and the contrast of meristems at 48 hours after fruit removal 
vs. arrested meristems.  
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Supplemental Figure 6: Expression of the AtDRM1/2 genes upon the production of 
fruits and proliferative arrest.  
(A)!Estimated!log23foldchanges!of!AtDRM1!and!AtDRM2!gene!expression!in!either!the!fertile3sterile!growing!plant!meristems!contrast!(left)!or!the!arrested3sterile!growing!plant!meristems!contrast!(right).!n.s.!not!significant;!***!p3value!<0.01.!(B) ANOVA table from a mixed-model analysis of the qRT-PCR dataset using 
ASREML-R. The threshold cycles (CT) are modelled as a function of the assays 
(AtDRM1, AtDRM2, AT4G34270, AT2G28390), the reproductive status (ms1-1 
homozygous and sterile vs. wild-type segregants from the same family) and 
developmental stage (i.e. early fruit development up to proliferative arrest) as fixed 
terms, and technical replicate (i.e. two independent cDNA synthesis and qPCR 
replicates) as well as individual tissue samples as random terms. For the fixed terms 
“Assay” and “Developmental Stage”, we included contrasts of interest with a single 
degree of freedom each, i.e. i) contrasting the two AtDRM vs. the two reference 
assays, and ii) a linear contrast (1=early stage of fruiting, 2=early-mid stage of 
fruiting, …, 5=proliferative arrest) versus the deviation at individual stages from the 
linear contrast, respectively. (C) Relative expression of AtDRM1 in fertile and sterile 
! 7!
plants at the different developmental stages described in Figure 6. Error bars: s.e.m. 
with n=3. (D) Relative expression of AtDRM2 (as in C). !
 
Supplemental Dataset 1: Results of the GO-enrichment analysis in selected nodes 
of the gene sharing network 
Supplemental Dataset 2: RNA-seq analysis of laser-dissected meristem samples 
using the edgeR package 
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